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Figure 1: Stand alone Genome Threader results for INSP093 partial polypeptide 
sequence (SEQ ID NO:6). 
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Figure 2: Alignment between BVSP093 partial polypeptide sequence (SEQ ID NO:6) 
and the top hit, lqg7. 
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Highlighted residues identify the conservation of cysteines between 1qg7 and 
INSP093. 
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Figure 3: Stand alone Genome Threader results for INSP094 partial polypeptide 
sequence (SEQ ID NO.10). 
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Figure 4: Alignment between BVSP094 partial polypeptide sequence (SEQ ID NO:10) 
and the top hit, lhum. 
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Highlighted residues identify the conservation of cysteines between 1hum and 
INSP094. 
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Figure 5: Nucleotide sequence of INSP094 with translation 

1 cctggaacat aattgacatt caataaataa ctgttgaatt aatttgttga attaataact 
61 caagagtatt cacctttcat acataggaaa tagaatatag aataccgaga a^aS?Jta 

n t e n d f 

121 tgagatctgt ggaaatcagt cacatcatca cgacaatgca agaataaaga agttagtaga 
yeic gnq shh hdna rik k 1 v 

181 tggccttgag ttttcccaaa caatggcatt ttctgctacc aaaataaata tgttattcag 
° 9 1 6 f s q t m a fsat k in m 1 f 

iNfipnat-npi ^ 

241 tcagaaccac tggactataa gaagtatatt ccattctggt ttttactggg ggaaaggatg 

^J.rsitnsgf ywgk g 

301 ttgccacaag atgtcagtcc atttattcat tcatatatcc aatagatatt ttatgaccac 

361 ttccatgtgc caggagatgg ctaagatcct tggaagacag ataaaatgct acctaccaac 
tsmc qem aki l grq ike yip 

421 tcaaagtcca gttagggagt cagggggtaa aacaatattc tagcacagtg tgttgaggcc 
qsp vre sg ^ k t i f 

INSP094-CP2 

ill ?SSS2; gtggatggaa aaggcacctc agaatcatga 



Position and sense of PCR primers 
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Figure 6: Nucleotide sequence with translation of PCR product cloned using primers 
INSP094-CP1 and INSP094-CP2 

1 at 9^atttt ctgctaccaa aataaatatg ttattcagtc agaaccactg gactataaga 

m 3 f 5 a k i » m 1 f s q n h „ t i r 

61 agtatattcc attctggttt ttactggggg aaaggatgtt gccacaagat gtcagtccat 
Slf hs 5 fywg kgc chk ms vh 

121 ttattcattc atatatccaa tagatatttt atgaccactt ccatgtgcca ggagatggct 
1 f 1 has nryf m t t smc qem a 

181 aagatccttg gaagacagat aaaatgctac ctaccaactc aaagtccagt tagggagtca 

* 1 1 9 r <3 ikcy lpt q sp vres 
241 gggggtaaaa caatattcta gcaca 

g ^g k t j f 

INSP094-CP2 



Position and sense of PCR primers 
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Figure 7: Map of pCR4-TOPO-INSP094 
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Figure 8: Map of pDONR 221 
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Figure 9: Map of expression vector pEAK12d 
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Figure 10: Map of expression vector pDEST12.2 
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Figure 11: Map of pENTR-INSP094-6HIS 
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Figure 12: Map of pEAK12d-INSP094-6HIS 
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Figure 13: Map of pDEST12.2-INSP094-6THS 
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